A differential hybridization screening procedure has identified cDNAa which correspond to RNAs which are expressed in mouse testis and at lower levels in liver and spleen. The sensitivity of this procedure is such that approximately 0.5Z of 1.4 x 10^ cDNA clones are revealed as "testis specific". We have focused on ten cDNA clones which have been used to identify RNAs expressed in the haploid phase of sperraatogenesis. Using Northern blots to analyse RNA isolated from the testes of mutant mice (Tfm/Y and Sxr/+) blocked at specific stages in spermatogenesis or RNA from sexually immature mice, 8 clones have been identified which correspond to RNAs expressed uniquely or at much higher levels in me!otic or post raeiotlc cells.
INTRODUCTION
It has been known for over a hundred years that the production of nature spermatozoa from diploid cells in the seminiferous tubule occurs via a number of histologically well characterised cellular intermediates (1). In the mouse this process takes about 35 days (2,3) and involves major biochemical and morphological alterations (4). Although evidence is available for alterations in the mRNA populations of the cell types involved in spermatogenesis (5,6,7) there is little data regarding changes in expression of specific genes (8) . Studies on gene expression during spermatogenesis are of interest because they permit a molecular analysis of cellular differentiation and because particular problems in the regulation of gene expression are encountered. For example, during meiosls the primary spermatocytes are genetically diploid but connected to other cells by intercellular bridges thereby rendering them functionally polyploid (9) , and at later stages the condensation of the chromatin presumably renders spermatids functionally enucleate even though they are undergoing a complex process of morphogenesis (10) . expression were absent after meiosis, this would maintain functional equivalence between gametes. Yet occurrences of melotic drive, the production of unequal numbers of gametes by heterozygotes (11), in Drosophila are best explained by gene action In haplold cells.
Two observations suggest that it is likely that haploid gene expression takes place in the mouse. The first observation is the Identification of cytoplasmic connecting bridges between maturing spermatids (9,12) which could permit the sharing of most post-meiotic gene products and therefore could act as a mechanism for ensuring equality of gametes.
The second observation is that some t-haplotypes are able to circumvent this process since they show abnormal transmission. This fact seems most satisfactorily explained by postulating that post-tneiotic transcription occurs (13, 12, 14) resulting In components being unequally shared and thus the production of mature spermatozoa with different fertilizing capacities. 
Northern Blotting and Southern Blotting
Analysis of RNA on Northern blots was carried out as described by Thomas (16) and analysis of DNA on Southern filters was as described by Southern (27) . Nick translated probes were prepared as described by Rigby et al.
(28).

RESULTS
Screening for testls specific cDNAa
In the Materials and Methods section we describe the Initial screen of the testls cDNA library which Identified 600 CDNAB corresponding to mRNAs expressed at higher levels in testis than liver. As a further selection these 600 cDNA clones were re-screened with a random primed cDNA probe of The results of these experiments are shown In Table 1 
